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Draft Genome Sequence of Bacillus subtilis QH-1, a Chromium- 
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Bacillus subtilis strain QH-1, a chromium-reducing bacterial strain, was isolated from a soil sample from a chromium- 
containing slag heap. The draft genome sequence of this bacterium is 4,034,036 bp in length, with a G+C content of 43.71%, and 
it is predicted to contain 4,082 protein-coding genes. 
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Bacillus subtilis is a model Gram-positive bacterium. It is one of 
the most important groups of industrial microorganisms and 
is used in several fermentative production processes due to its 
capacity to secrete large amounts of industrial enzymes (such as 
amylases and proteases) (1); these enzymes are able to degrade a 
variety of substrates. B. subtilis strain QH-1 was isolated from a 
soil sample from a chromium- containing slag heap in Qinghai 
province, China. The strain was shown to be able to reduce 
hexavalent chromium to the insoluble and less toxic Cr(III). 

The draft genome of B. subtilis QH-1 was sequenced using 
Illumina technology. An Illumina standard shotgun library was 
constructed and sequenced using the Illumina MiSeq platform, 
which produced 999,334 paired-end reads totaling 501.7 Mb. Po- 
tential adapter sequences and low- quality bases were removed us- 
ing cutadapt (2) and a custom Perl script, respectively. Filtered 
Illumina reads were assembled using Newbler version 2.8, result- 
ing in an assembly of 4,034,036 bp in 1 1 contigs. The G + C content 
of the genome was 43.71%, and the average genome coverage 
depth was approximately 82.26 X. 

Annotation was performed using NCBI Prokaryotic Genome 
Automatic Annotation Pipeline (PGAAP) (3), which predicted a 
total of 4,189 genes (with 4,082 protein-coding genes and 81 non- 
coding RNAs). The protein product names were assigned by the 
PGAAP based on the hits to the NCBI refseq databases, and 3,022 
of them were assigned a definite function. 


Nucleotide sequence accession number. This whole -genome 
shotgun project has been deposited at GenBank/DDBJ/EMBL un- 
der the accession no. AZQS00000000. 

ACKNOWLEDGMENTS 

This project was supported jointly by the National Natural Science Foun- 
dation of China (40872157 and 40830748), the National Program on Key 
Basic Research Project of China (973 Program) (2010CB428802), the Na- 
tional High Technology Research and Development Program of China 
(863 Program) (2012AA062602), the Program for New Century Excellent 
Talents in University of Ministry of Education of China (NCET-07-0773), 
and the Fundamental Research Funds for the Central Universities 
(CUG2013049017). 

REFERENCES 

1. Kunst F, Ogasawara N, Moszer I, Albertini AM, Alloni G, Azevedo V, 
Bertero MG, Bessieres P, Bolotin A, Borchert S, Borriss R, Boursier L, 
Brans A, Braun M, Brignell SC, Bron S, Brouillet S, Bruschi CV, Caldwell 
B, Capuano V, Carter NM, Choi SK, Codani JJ, Connerton IF, Danchin 

A, et al. 1997. The complete genome sequence of the Gram-positive bac- 
terium Bacillus subtilis. Nature 390:249-256. http://dx.doi.org/10.1038/36 
786. 

2. Martin M. 2011. Cutadapt removes adapter sequences from high- 
throughput sequencing reads. EMBnet.journal 17:10-12. http://dx.doi.org 
/10.14806/ej.l7.1.200. 

3. Angiuoli SV, Gussman A, Klimke W, Cochrane G, Field D, Garrity G, 
Kodira CD, Kyrpides N, Madupu R, Markowitz V, Tatusova T, Thom- 
son N, White 0. 2008. Toward an online repository of Standard Operating 
Procedures (SOPs) for (meta)genomic annotation. OMICS 12:137-141. 
http://dx.doi.org/ 10. 1089/omi.2008.00 1 7. 


March/April 2014 Volume 2 Issue 2 e00182-14 


Genome Announcements 


genomea.asm.org 1 


